Three copies of a highly repetitive DNA sequence BI which is complementary to the most abundant class of mouse fold-back RNA have been cloned in pBR322 plasmid and sequenced by the method of Maxam and Gilbert. All the three have a length of about 130 base pairs and are very similar in their base sequence. The deviation from the average sequence is equal to 4% and the overall mismatch between each two is not higher than 8%. One of the recombinant clones used contained two copies of BI oriented in the same direction. All of the BI copies are flanked with sequences which possess nonidentical but very similar structure. They consist of a number of A C blocks (where m varies from 2 to 8 and n equals 1-2).
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T ¶ege peculiar sequences in all cases are separated from BI by non-homologous DNA stretches of 2-8 residues. In one case, a long polypurine stretch is located next to such a block.
It consists of 74 residues most of which represent a reiteration of the basic sequence AAAAG. We have found two regions within the BI sequence which are homologous to the intron-exon junctions, especially to those present in the large intron of the mouse B-globin gene. It may indicate the involvement of the BI sequence in pre-mRNA splicing.
INTRODUCTICN
Nuclear pre-mRNA (hnRNA) contains long double-stranded regions /1-3/. These sequences designated as double-stranded RNA (dsRNA) can be isolated from nuclear RNA preparations by exhaustive digestion with a mixture of RNAases TI and A followed by chromatography of a Sephadex G-75 coluimn. Long dsRNA which remains undigested is eluted in the void volume and can be further fractionated by gel electrophoresis into two fractions: (1) ds1NA-A 300-800 base pairs long uncapable of folding back upon pre-mRNA melting, and (2) An average sequence, or a "consensus copy", was constructed from three copies determined in such a way that when a difference in the nucleotide sequence between real copies occurred we chose the base present in two copies of the three. The consensus copy differs from each of the three really existing (see lines 2-4, Fig. 3 ) by no more than from 5 to 6
substitutions. In one case, the insertion of a nucleotide was observed (Blc). The total length of the homologous region is The mismatching between any two BI sequences analysed is 8%o. The divergency is the same in copies present in the same cloned DNA fragment and in distantly located copies (Fig. 3) .
The substitutions are scattered more or less evenly within the unit: no hot-spots of preferential mutability can be observed. The overall GC content of an average BI sequence is 59/o. The sequence itself does not contain long true palindromes or any other long stretches of internal homology. We could only find frequent repetition of the tetranucleotide AGGC which occurs four times in One strand and two times in the other.
The absence of symmetry of the BI sequence allows one to orient it. Two of them present in the clone Mm35 are oriented in the same direction. Fig. 4 shows sequences which flank each of the three BI units. One can easily see differences between them. At the 5'-end of DNA strands shown in Fig. 3 , the flanking sequences completely differ from each other and lack any noticeable homology (Fig. 4B) . The only characteristic feature is a rather frequent occurrence of termination signals in both strands and at different frames. On the other hand, the flanking sequences located at the 3'-ends of all the three BI units are very peculiar and similar to each other although they cannot be called true homologs (Fig. 4A) . They Fig. 5 .
Flanking sequences
The flanks of the two other BI sequences were not sequenced to such a long distance. However, in the case of Bib, a sequence of 12 consecutive A residues was observed after the AmCn motive. It may be considered as a homolog of the above mentioned huge polypurine. Beyond these regions, the sequences show a more or less random distribution of bases and deviate considerably from each other.
Summarizing these data, we may conclude that each Bl is followed with a strand-asymmetric sequence.
DISCUSSION

General properties of Bl sequences
In this work, the representatives of a highly repeated sequence family from the eukaryotic genome were first sequenced. The sequence in question is responsible for transcription of the most a-bundant class of mouse fold-back RNA. It seems to be scattered throughout the genome and to occur mostly in the form of solitaire copies or direct repeats and less frequently as inverted repeats. In our clones, we have found a solitaire copy and a direct repeat which represents a more probable situation. Fig. 2) . One might suggest that dsRNA-B is not a full copy of the 130 b.p. unit. However, the same pattern is observed in the Southern blots where the Bsp fragments of the Mm35 insert have been hybridized to 32P -DNA of Mm3l used as a probe. Therefore, one is bound to conclude that, due to a yet uinknown reason, the Bsp C fragment hybridizes to both probes with an abnormally low efficiency. This feature may be attributed to a peculiar nucleotide sequence close to BI. For example, a huge polypurine block containing the reiterated basic sequence AAAAG is located in the Bsp C fragment. Probably, this simple sequence could have folded back even at room temperature during the DNA transfer step, thus markedly reducing the binding of Bsp C to a nitrocellulose filter. Similarly, AmCn sequences might have interfered with the normal hybridization. The latter consideration is supportsed by the finding (also visible in Fig. 2) The determination of the structure of B3 sequences allows one to begin a systematic search for homologies between them and other eukaryotic sequences studied. Such an analysis may elucidate possible functions of repetitive DNA in the eukaryotic genome which still remain completely obscure.
The most striking similarity was found while comparing the BI sequence with sequences at the intron-exon juinctions (Fig. 6 ). The significance of all these observations remains tentative. It is possible that the both repetitive sequences, i.e. BI and sn;KNAs, are parts of a complex system controlling splicing and other types of pre-mRNA processing. The ubiquity of the BI sequence in the mouse genome makes its participation in such a general process as splicing not too unlikely.
It is interesting that dsRNAs-B were detected not only in isolated pre-mRNA but also in nuclear RNP particles. Recently, we found that a significant fraction of such hairpin-like structures present in native GNP particles belonged to BI sequences (Samarina & Kramerov, urnpublished).
The mechanisms of splicing in eukaryotes are unknown and it is too early to speculate on the possible ways of the BI sequernce involvement in the process. F-urther studiea of the transcribed repetitive DNA sequences in eukaryotes may, however, provide important inxormation for understanding such a fundamental step in the eukaryotic gene expression as the processing of pre-mRNA is.
